Number of tRNAs 50
Number of rRNA genes (5S, 16S, 23S) 3 (1, 1, 1)
GenBank accession No. LFJC00000000 Clone distribution (%) B Figure S2 . Phylogenetic relationship of Bradyrhizobium species based on the 16S rRNA gene sequences. The tree was constructed by the neighbor-joining method using MEGA6 software. GenBank accession numbers are shown in square brackets. Bootstrap values (%) were generated from 1000 replicates, and the values >70% are shown. Branch lengths correspond to sequence differences as indicated by the scale bar. Figure S3 . Phylogenetic relationship of Bradyrhizobium species based on the sequences of the glnII-recA-rpoB-dnaK concatemers. The tree was constructed by using maximum-likelihood method with the GTR + G + I model and MEGA6 software. GenBank accession numbers are shown in square brackets. Bootstrap values (%) were generated from 1000 replicates, and the values >70% are shown. Branch lengths correspond to sequence differences as indicated by the scale bar. 
